for four consecutive days each week. Traps were baited with a mixture of bird seed, peanut butter, and oatmeal. Traps were opened before sunset and checked the following morning.
Blood collection from captured rodents (field mice, Peromyscus spp., voles, Microtus spp., and eastern chipmunks, Tamias striatus) occurred on site. Rodents were identified based on a field guide (Reid 2006) . Rodents were anesthetized with ether vapor in a transparent chamber. Whole-blood samples were collected via the retro-orbital route using EDTA-coated capillary tubes (0.5M, Promega Corporation, Madison, WI). Samples totaled approximately 100 µL and were individually added to 20 µL EDTA in microcentrifuge tubes. Captured rodents were ear tagged, weighed, and sexed before release. Blood samples were stored at -20° C until DNA extraction could be performed.
A 61 x 91 cm white flannel cotton cloth attached to a wooden dowel with a rope handle was the primary tool used for tick collection. Cloth dragging occurred during the same time frame and sites as rodent trapping (June to August, 2016) , with an additional drag time during the fall (October to November, 2016) to target adult-stage ticks. The cloths were dragged along trap lines during the evening of each trap night. Drag cloths were examined every 15-20 m based on the length of the grid and ticks were collected with forceps and stored individually in microcentrifuge tubes, then immediately transported to the laboratory for identification and storage. Ticks that were present (but unattached) on captured rodents or field technicians at each site were also collected with forceps for analysis. Since they are generally sterile, larval ticks were excluded from the study (Voordouw et al. 2013 ). Ticks were identified using a dichotomous key (Keirans and Durden 1998) . All ticks were stored individually at -20° C until DNA extraction could be performed.
DNA from rodent blood samples was extracted using the QIAamp DNA Mini Kit (Qiagen Corporation, Valencia, CA). Purified DNA samples were stored at -20° C. A nested polymerase chain reaction (PCR) was used to amplify a 345bp amplicon of the B. burgdorferi outer surface protein A gene (ospA) as described by Clark (2004) . Genomic DNA from B. burgdorferi (American Type Culture Collection, Manassas, VA) was used as a positive control.
Infection prevalence was calculated as the percentage of the number of PCR-positive samples out of the total number of samples collected. Binomial logistic regression models were developed to determine if certain environmental characteristics were significant in the likelihood of tick Borrelia infection rate. Site specific attributes included: rodent density, elevation, land type, presence of Japanese barberry (Berberis thunbergii), distance from trail, and distance from paved surface. Aikeke's Information Criterion (AIC) was used to identify models of best fit by balancing model complexity. Single environmental variables were preferred. No significant effect of any of the environmental variables on infection prevalence was found (data not shown).
One hundred and fifty-one I. scapularis tick samples were analyzed. Based on PCR results, the overall B. burgdorferi infection prevalence was 23.2% (Table 1) . Chi-squared analysis revealed no significant difference in infection prevalence between life stages (adult and nymph) or sex of ticks. Ticks captured in the fall had a significantly higher infection prevalence than those ticks captured in the spring and summer months (Table 1) .
Sixty-five rodents were captured and sampled. The overall rodent infection prevalence was 18.5% (Table 2) . Of the rodent blood samples analyzed, 55 were from Peromyscus spp., six were from Microtus spp., and four were from Tamias striatus ( Table 2) . Chi-squared analysis revealed no significant difference in infection prevalence amongst species, sex, age, or the time frame that rodents were sampled. (Table 2 ).
Significant populations of ticks carrying B. burgdorferi have been described in eastern Maryland and southwestern Pennsylvania (Anderson et al. 2006 , Brown et al. 2015 , but the western Maryland region has seemingly been overlooked. The last known study of B. burgdorferi prevalence in I. scapularis conducted in western Maryland was in 1991, in which there were no reported B. burgdorferi positive ticks in Allegany County (Amerasinghe et al. 1993) . Since then, the Maryland Department of Health (2017) reports that Allegany County has experienced a 682% increase in the total number of confirmed, probable, and suspected cases of human Lyme disease from 2008 through 2016. This suggests that vectors carrying B. burgdorferi have expanded their range into western Maryland. Our study supports that hypothesis, given that of the 151 ticks and 65 rodent blood samples that were collected, 23.2% of the tick and 18.5% of the rodent samples were found to be positive for the bacterium.
Tick range expansion has been attributed to many factors, including biodiversity loss, climate change, and encroachment of invasive species. Limiting biodiversity within an ecosystem has the potential to impact infectious disease risk for humans and animals, due to multi-species interactions involved in infectious disease transmission (Dantas-Torres 2015, Keesing et al. 2010) . Climate can play a role in fluctuating abundances of both ticks and their hosts (Estrada-Peña and de la Fuente 2014). An elegant example of this is the direct relationship between a warming climate, an increase of acorn production providing food for mouse populations, and a resultant increase in tick abundance and infection prevalence (Ostfeld et al. 2006) . Removal of invasive species harboring tick and rodent hosts could serve as a means of alleviating exposure risk. Studies have shown that thickets of Japanese barberry (Berberis thunbergii), an invasive, thorny plant, can shelter small mammal reservoirs and perpetuate tick-borne diseases, which decline upon the removal of the plant (Elias et al. 2006 , Williams et al. 2009 , Williams and Ward 2010 . We found Japanese barberry at 42.9% of our study sites (data not shown), although binomial linear regression analysis found no statistical significance linking its presence with increased B. burgdorferi prevalence in either ticks or rodents.
Recent studies have been incorporating remote sensing, geographic information systems, and modeling techniques into infectious disease surveillance (Glass et al. 1995 , Kalluri et al. 2007 , Robinson et al. 2014 . Key data included in modeling that have an association with Lyme disease risk are land cover data, soil composition, climate, and elevation (Glass et al. 1995 , Kalluri et al. 2007 , Robinson et al. 2014 ). Although our limited regression model did not identify significant linkage between infection prevalence and ecological characteristics, a "deeper dive" into these techniques may find more meaningful results.
Our study identified B. burgdorferi infection in ticks and rodent hosts in Rocky Gap State Park in western Maryland, putting over 400,000 yearly visitors (and their pets) at risk for infection (personal communication, J. Musselwhite, Maryland Department of Natural Resources). Knowledge obtained about zoonotic disease transmission processes is applicable to One Health initiatives, promoting the best health possible for humans, animals, and the landscapes they reside in. As such, public education campaigns on Lyme disease risk, its associated signs, symptoms, and prevention methods should be implemented at Rocky Gap State Park. 
